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Technical Appendix Figure. Group B Streptococcus ST468 strains acquired additional 120 kbp, likely 

from CC17 donor by homologous recombination. Polymorphisms identified in strains of diverse sequence 

types relative to the pseudochromosome of strain PF-10 (representative of all 3 ST468 strains) are 

plotted for the area of recombination (highlighted in red in the outer ring). A minimal number of 

polymorphisms relative to PF10 were identified in this area for CC17 strains (ST17 and ST484, shown in 

purple), whereas for strains of all other STs tested, we identified >500 polymorphisms in this area. 

Conversely, when we analyzed regions extending 50 kbp upstream and downstream of the recombination 

area, we observed opposite results, with strains of CC23 (ST452, ST23, ST24, ST144) showing minimal 

number of polymorphisms. An MGE found within regions having undergone recombination is indicated by 
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MGE. The MGE was not considered in the recombination analysis. The ST of strains shown, from 

outermost ring to innermost is: ST17, ST484, ST452, ST23, ST24, ST144, ST459, ST26, ST3, ST110, 

ST10, ST1. CC, clonal complex; MGE, mobile genetic element; ST, sequence type. 


